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GenCore version 6.3 
Copyright tc) 1993 - 2009 Biocceleration Ltd. 



: 8 1 7 P. 08/22 
1/66 



OM nucleic - nucleic search, using sw model 

Run on: September 16, 2009, 05:10:38 ; Search time 4043 Seconds 

(without alignments) 
105795.574 Million cell updates/se 

Title: OS-10-593-216-1 
Perfect score: 3871 

Sequence: 1 gctagccccaatatatatat gcgctctcaggtgcgagctc 3871 

Scoring table: 



Searched: 18669703 seqs, 55253738715 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : GenEmbl:* 

gb_bct : * 
gb_env: * 

gb~htgl : * 
gb_htg2 : * 
gb_htg3 : * 
gb_inv:* 
gbmam: * 

gb_pat2:* 
gb_phg : * 

gb~sts:* 
gb_syn:* 
gb_tsa:* 
gb_una:* 



3871 
3871 
3764 
3764 
3269 
3269 
682.4 
682.4 
634.2 
393 
235.4 
205.2 
196.6 
196.6 



100.0 3871 

100.0 3871 

97.2 185316 

97.2 186205 

84.4 3269 

84.4 3269 

17.6 243559 

17.6 276496 

16.4 50109 

10.2 110000 

6.1 270729 

5.3 185210 

5.1 210248 

5.1 211910 



9 DD235827 

9 DD249890 
14 AC140207 <f 
14 AC140336 

9 DD235828 

9 DD249891 

4 AC130554 

4 AC091355 

4 AC139920 

4 AC09133900 

4 AC133702 
14 AC127342 
14 AC123060 
14 AC116573 



DD235827 3 compone 
DD249890 Gml promo 
AC140207 Mus muscu 
AC140336 Mus muscu 
DD235828 3 compone 
DD249891 Gml promo 
AC130554 Rattus no 
AC091355 Rattus no 
AC139920 Rattus no 
AC091339 Rattus no 
AC133702 Rattus no 
AC127342 Mus muscu 
AC123060 Mus muscu 
AC116573 Mus muscu 
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3001 TAAGCTGGATGTATCCATGATAAAGATCACACGCAGGCAAGGAAAGACCATTCGGGGAAT 3060 

ill ' I I ' i I ' I , I ; ! I I Mil 1 1 1 1 i 1 1 i I I I I 1 I I 

3001 TAAGCTGGATGTATCCATGATAAAGATCACACGCAGGCAAGGAAAGACCATTCGGGGAAT 3060 

3061 CCTTTTTATTAGACCTAATGTCGCAATACCATGGACACAACGTGAAAAGTAGCCGAACCC 3120 

I I I 1 I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
3061 CCTTTTTATTAGACCTAATGTCGCAATACCATGGACACAACGTGAAAAGTAGCCGAACCC 3120 

3121 CCAATTTATATAGCCCGGAGAAAGGCATGGTAAGGATGCATCATGTAAGTGAAGAATTGT 3180 

I I I I I I I I I I I I II I I I I I I I I II I I I I I I I I 

3121 CCAATTTATATAGCCCGGAGAAAGGCATGGTAAGGATGCATCATGTAAGTGAAGAATTGT 3180 

3181 ATTTGCCCCGATCCCAGCACAGCCTCCAGTTCCACGGCCCTGGCCTCTTACTGCTTCCCC 3240 

I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
3181 ATTTGCCCCGATCCCAGCACAGCCTCCAGTTCCACGGCCCTGGCCTCTTACTGCTTCCCC 3240 

3241 TCCTGCTGTAAATGAGAAGAGCTTCCAGGTCATCTAATAGCCACCAAATCCTATCTTGCT 3300 

3241 TCCTGCTGTAAATGAGAAGAGCTTCCAGGTCATCTAATAGCCACCAAATCCTATCTTGCT 3300 

3301 GAAGATACTGTCTTCCAAAGCTGGCAAGGGATGTCTGCAGTGATGGTCACGGCTGGAATC 3360 



I I I 



I I I I I 



III 



3301 GAAGATACTGTCTTCCAAAGCTGGCAAGGGATGTCTGCAGTGATGGTCACGGCTGGAATC 3360 

33 61 AAGGCCTTCTGGATCCGGAGTCTTTGCTTCAGTTGCCGTTATCCATTCAGCTGGTGTGTG 3420 
33 61 AAGGCCTTCTGGATCCGGAGTCTTTGCTTCAGTTGCCGTTATCCATTCAGCTGGTGTGTG 34 20 
3421 TCACCGGGCTTTTAAGTGTACAGAGCAGGATGCTGTTTAATATCCTCCCAGCTCCAAGCT 34 80 
3421 TCACCGGGCTTTTAAGTGTACAGAGCAGGATGCTGTTTAATATCCTCCCAGCTCCAAGCT 3480 

34 81 GCCAAGCTTAAGGGAACAGTCTGTCGGATAGACTCTATCCATTGCTGCTCATAGGTCTCA 354 0 

I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

3481 GCCAAGCTTAAGGGAACAGTCTGTCGGATAGACTCTATCCATTGCTGCTCATAGGTCTCA 3540 

3541 CCAACCCTCTCTTGGGAGTTTTGCTCACTCATAGAAACTAACATTTTCAACAGTGTTTAA 3600 

3541 CCAACCCTCTCTTGGGAGTTTTGCTCACTCATAGAAACTAACATTTTCAACAGTGTTTAA 3600 

3 601 CAATGCTCCATCCTGCCCCAGCACCGTAGGTCGCTTAGTCTCTGGCTCAGCCCTAGCTAG 3660 
I I I I I I I I I II M I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

3661 TGGTAACCTAACCATCCCTGCAACAAGGCAAGGAGTTCTGCCCGGCACTTATGATAGGCA 3720 

3661 VGG ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' ' 

3721 GCCAGGGTACCAATACTTGCCACAGGAGGCAGTATTTACGGTAACCGGAGCAGTCTGCGC 3780 



I I I I 



I I I I I I 



1 I I 



I I 



I I I I I I I 



3721 GCCAGGGTACCAATACTTGCCACAGGAGGCAGTATTTACGGTAACCGGAGCAGTCTGCGC 37 80 

n i i i i i i i i i i i i i i i i i i i i i i i i TTTTTTTTTTTTTTTtTTTTTTTTTTT????!?? 3840 

3841 GCCTGCTTGGGGCGCTCTCAGGTGCGAGCTC 3871 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
38 41 GCCTGCTTGGGGCGCTCTCAGGTGCGAGCTC 3871 



RESULT 3 
AC140207 

LOCOS AC140207 185316 bp DNA linear ROD 27-NOV-2003 

DEFINITION Mus musculus BAC clone RP24-446P10 from chromosome 18, complete 

sequence. 

ACCESSION AC140207 

VERSION AC140207.3 GI: 37059986 

KEYWORDS HTG. 

SOURCE Mus musculus (house mouse) 

ORGANISM Mus musculus 



ht1^://portal.uspto.gov/extemal/PA_PeaiPair/ViewSequenceServlet?pair_score_megaitemid=0932... 2010/09/11 
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REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

REFERENCE 
AUTHORS 
TITLE 
JOURNAL 



AUTHORS 

TITLE 

JOURNAL 

REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

REFERENCE 
AUTHORS 
TITLE 
JOURNAL 



Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 
Mammalia; Eutheria; Euarchontoglires; Glires; Rodentia; 
Sciurognathi; Muroidea; Muridae; Murinae; Mus. 

1 (bases 1 to 185316) 
Isak,A. 

The sequence of Mus musculus BAC clone RP24-446P10 
Unpublished (2001) 

2 (bases 1 to 185316) 
Wilson, R. 

Sequencing of Mus musculus 
Unpublished (2001) 

3 (bases 1 to 185316) 
McPherson, J. D. and Waterston, R.H. 
Direct Submission 

Submitted (23-FEB-2003) Genome Sequencing Center, 4444 Forest Park 
Parkway, St. Louis, MO 63108, USA 

4 (bases 1 to 185316) 
Wilson, R.K. 

Direct Submission 

Submitted (16-JUL-2003) Genome Sequencing Center, 4444 Forest Park 
Parkway, St. Louis, MO 63108, USA 

5 (bases 1 to 185316) 
Wilson, R.K. 

Direct Submission 

Submitted (30-SEP-2003) Genome Sequencing Center, 4444 Forest Park 
Parkway, St. Louis, MO 63108, USA 

6 (bases 1 to 185316) 
Wilson, R. 

Direct Submission 

Submitted (27-NOV-2003) Department of Genetics, Washington 
University, 4444 Forest Park Avenue, St. Louis, Missouri 63108, USA 
On Sep 30, 2003 this sequence version replaced gi:32813746. 
Genome Center 

Center: Washington University Genome Sequencing Center 

Center code: WUGSC 

Web site: http://genome.wustl.edu 

Contact : submissions@watson . wustl . edu 
Summary Statistics 

Center project name: M_BB0446P10 



NOTICE: This sequence may not represent the entire insert of this 
clone. It may be shorter because we only sequence overlapping 
clone sections once, or longer because we provide a small overlap 
between neighboring data submissions. 

This sequence was finished as follows unless otherwise noted: 
all regions were double stranded, sequenced with an alternate 
chemistry, or covered by high quality data (i.e., phred quality >= 
30) ; an attempt was made to resolve all sequencing problems, such 
as compressions and repeats; all regions were covered by sequence 
from more than one subclone; and the assembly was confirmed by 
restriction digest. 

MAPPING INFORMATION: 

Mapping information for this clone was provided by Dr. Wes Warren, 
Department of Genetics, Washington University, St. Louis MO. For 
additional information about the map position of this sequence, see 
http://genome.wustl.edu 



SOURCE INFORMATION: 

The RPCI-24 BAC Library has been constructed by Pieter de Jong and 
coworkers (http://www.chori.org) from male C57BL/6J mouse spleen 
and/or brain genomic DNA. The clone and detailed information can be 
obtained from Pieter de Jong and coworkers at http://www.chori.org 

NEIGHBORING SEQUENCE INFORMATION : 

This sequence is the entire insert of the clone. This clone is 
overlapped by AC127234. 
FEATURES Location/Qualifiers 
source 1. .185316 
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/organism="Mus musculus" 
/mol_type=" genomic DNA" 
/db_xref="taxon: 10090" 
/chromosome=" 18 " 
/map="18" 

/clone="RP24-44 6P10" 

/ clone_l ib= "RPCI-24" 
repeat_region 466. .610 

/rpt_family="Alu" 
repeat_region 1387. .2181 

/rpt_family="Ll" 
repeat_region 2190. .2239 

/rpt_family="B4" 
repeat_region 4571. .4 681 

/rpt_family="B4" 
repeat_region 5471. .5840 

/rpt_family="MaLR" 
repeat_region 12 982. .13050 

/ rpt_family="B4 " 
repeat_region 14025. .14168 

/ rp t_f ami 1 y= " ERVK " 
repeat_region 15131. .15690 

/rpt_family="Ll" 
repeat_region 15831. .15963 

/rpt_family="B2" 
repeat_region 16082. .16405 

/rpt_family="MaLR" 
repeat_region 16529. .16745 

/rpt_family="RMER15" 
repeat_region 17372. .17591 

/rpt_family="B2" 
repeat_region 19390. .19534 

/rpt_family="Alu" 
repeat_region 20435. .20567 

/rpt_family="MIR" 
repeat_region 20716. .20856 

/rpt_family="B4" 
repeat_region 21053. .21187 

/ rpt_f ami ly= " Alu" 
repeat_region 21190. .21259 

/ r pt_f ami 1 y= " B 4 " 
repeat_region 22441. .22623 

/rpt_family="MaLR" 
r epea t_region 22847. .23507 

/rpt_family="Ll" 
repeat_region 23489. .23903 

/rpt_family="Ll" 
repeat_region 25411. .25819 

/rpt_family="Ll" 
repeat_region 26870. .27026 

/ rpt_f ami 1 y= "B2 " 
tRNA complement (26952 . .27024) 

/product="tRNA-Ile" 

/note="Likely pseudogene (HMM Sc=37.31 / Sec struct 

Sc=-12.34)" 
repeat_region 27152. .27258 

/rpt_family="Ll" 
repeat_region 27259. .27294 

/rpt_family="Ll" 
repeat_region 27295. .27946 

/ rpt_f ami 1 y= " ERV1 " 
repeat_region 27947. .28240 

/rpt_family="Ll" 
repeat_region 28321. .28621 

/rpt_family="MaLR" 
repeat_region 28799. .29289 

/rpt_f amily="Ll" 
repeat_region 30263. .31460 

/rpt_family="RMERlB" 
repeat_region 31459. .31733 

/ rp t_f ami 1 y = " B 4 " 
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repeat_region 
repeat_region 
repeat_region 
repeat_region 
repeat_region 
repeat_region 
repeat_region 
repeat_region 
repeat_region 
repeat_region 
repeat_region 
repeat_region 
repeat_region 
repeat_region 
repeat_region 
repeat_region 
repeat_region 
repeat_region 
repeat_region 

repeat_region 
repeat_region 
repeat_region 
repeat_region 
repeat_region 



32129. .32176 

/rpt_family="ERVl" 

32183. .32547 

/rpt_family="MaLR" 

32615. .33047 

/rpt_family="ERVL" 

33048. .33159 

/rpt_famlly="Alu" 

33160. .33212 

/rpt_family="ERVL" 

33282. .33385 

/rpt_family="B4" 

33465. .33551 

/rpt_family="Alu" 

33779. .33936 

/rpt_f ami ly="RMERl 4 " 

34118. .34488 

/ rpt_f amily= "ERV1 " 

34664. .34729 

/ rpt_f ami 1 y= " tRNA-Al a-GCA" 
37013. .37330 
/rpt_family="ERVK" 
37667. .37741 
/ rp t_f ami 1 y= " I D " 
38027. .38113 
/rpt_family="B4" 
38152. .39000 
/ rpt_f ami 1 y= " LI " 
39099. .40716 
/ rpt_f ami 1 y= " L 1 " 
40718. .40814 
/ rpt_f amily="Alu" 
40897. .41237 
/rpt_f ami ly="RMER17C " 
41241. .41504 
/rpt_family="ERVK" 
41289. .41702 
/ rpt_f ami ly="RMERl 7 C " 
41319. .41321 
/note="Unresolved bases." 
41705. .41787 
/ rpt_f ami ly="RMER17 C " 
41894. .42791 
/rpt_family="ERVK" 
43198. .43343 
/ rpt_f ami ly="Alu" 
43764. .43868 
/rpt_family="MIR" 
43952. .44448 
/rpt_family="B4" 



Query Match 97.2%; Score 3764; DB 14; Length 185316; 

Best Local Similarity 99.0%; 

Matches 3837; Conservative 0; Mismatches 15; Indels 24; Gaps 4; 

)y 1 GCTRGCCCCAATATATATATGCAGCACATGCACTCCTGATACCTGCAGAAGCCAGAAGAG 60 

Mill I I I I I II I I I I I I I Ill I I I I I I 

)b 150805 GCTAGCCCCAATATATATATGCAGCACATGCACTCCTGATACCTGCAGAAGCCAGAAGAG 1508 64 

)y 61 GGAATTGGATCCCCTGTAATTGGAGTTACAAATGGTTGTGAGTGGCAATGTGGGGACGGG 120 

)b 150865 GGAATTGGATCCCCTGTAATTGGAGTTACAAATGGTTGTGAGTGGCAATGTGGGGACGGG 150924 

Jy 121 GAACCCAGGCTGCATCATGAGCAGCAAGTGCTCTTAACTGCTGAGCCATCTCTTCAGCCC 180 

)b 150925 GAACCCAGGCTGCATCATGAGCAGCAAGTGCTCTTAACTGCTGAGCCATCTCTTCAGCCC 150984 

2y 181 TAAAAATAAAATGTTTATTTTACATGTATGAATGCTCTGTCTTCTATGCACATCAGAAAG 240 



I I I 



I I I 



I I 



I I I I 



I I t 



150985 TAAAAATAAAATGTTTATTTTACATGTATGAATGCTCTGTCTTCTATGCACATCAGAAAG 15104' 
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Qy 


241 


Db 


151045 


Qy 


301 


Db 


151104 


Qy 


361 


Db 


151164 


Qy 


421 


Db 


151224 


Qy 


481 


Db 


151284 


QY 


541 


Db 


151344 


Qy 


601 


Db 


151404 


Qy 


661 


Db 


151464 


Qy 


721 


Db 


151524 


Qy 


781 


Db 


151584 


Qy 


841 


Db 


151644 


Qy 


901 


Db 


151704 


Qy 


961 


Db 


151764 


Qy 


1021 


Db 


151824 


Qy 


1081 


Db 


151884 


Qy 


1141 






Qy 


1201 


Db 


152004 


Qy 


1261 




152064 



I Ill 



III I I I 1 1 I 



1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 



i mini 



601 GAGAGCTCACATCTCAAACCACMGCAGGAAGTAAAACTAGCCTGAAGACTGTGTTAATC 660 
151404 GAGAGCTCACATCTCAAACCACAAGCAGGAAGTAAAACTAGCCTGAAGACTGTGTTAATC 1514 63 



721 GCACTCTCTGCCTTCGGCCTGTGGATGGAGATGT AAGCTCTC AGCTGCCTGCTTTCGCCA 7 80 
151524 GCACTCTCTGCCTTCGGCCTGTGGATGGAGATGTAAGCTCTCAGCTGCCTGCTTTCGCCA 151583 

TAGACTTCAGCCCTCAGGAAATGTAAGCCTACTTTTTCTCGTTTATAACTCATGGTGTTT 8 40 
151584 TAGACTTCAGCCCTCAGGAAATGTAAGCCTACTTTTTCTCGTTTATAACTCATGGTGTTT 151643 



I I I I I I I I I I I I I I I I I 1 I I II 



1021 TGAAGGCACTACTTGTGCTCCTTCAAGACTCTTGTGACATAAGATAGAGTATGGTCGTTA 1080 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I 

151824 TGAAGGCACTACTTGTGCTCCTTCAAGACTCTTGTGACATAAGATAGAGTATGGTCGTTA 151883 



1141 CAGCGGTTAAGAGCACTGACTGCTCTTCCGAAGGTCCTGAGTTCAAATACCAGCAACCAC 1200 

CAGCGGTTAAGAGCACTGACTGCTCTTCCGAAGGTCCTGAGTTCAAATACCAGCAACCAC 152003 



1261 ATCTGTAATGGGATCTGGTGCCCTCTTCTGGTGTGTCTGAAGACAGCTAGAGTGTACTTA 1320 
152064 ATCTGTAATGGGATCTGGTGCCCTCTTCTGGTGTGTCTGAAGACAGCTAGAGTGTACTTA 152123 
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Db 








Db 








0b 








Db 




















^b 












lb 




















Qy 


2221 


Db 


153006 


Qy 


2281 


Db 


153066 


Qy 


2341 



1321 GCTATAATAAAAAATAAATCTTTGGGCCAGAGCAACCAGAGGTCCTGTATTCAATTCCCA 1380 
I I I 1 I I I I I I I 1 I I I I I I I I I I I I I I I I I I I I I 11 I I I I I I I I I I I I I I I I I I I I I I I I I 
GCTATAATAAAAAATAAATCTTTGGGCCAGAGCAACCAGAGGTCCTGTATTCAATTCCCA 152183 

GCAACCACATGATGGCTCACAACCTGTACAGCTACAGTGTGCTCACATACAT AATATAAA 14 4 0 

GCAACCACATGATGGCTCACAACCTGTACAGCTACAGTGTGCTCACATACATAATATAAA 152243 

1441 TAAATAAATCTAGAGAAAAAAAAGAGAGAGAAAGAAACTACCATACTTTGGTCGATGAGA 1500 

152244 TAAATAAATCTAGAGA^ 152303 

1501 AGGCACAATTAGAAAAGGCCTGACCAGAATGACCTTGGTGGAAGAAGGGGCCCAGCTTCA 1560 

152304 AGGCACAATTAGAAAAGGCCTGACCAGAATGACCTTGGTGGAAGAAGGGGCCCAGCTTCA 152363 



I I I I I I I I I I I I I I I I M I I I I I I I I I I I 



1861 TAGTAGGCTAGCAGAAAGCCTAATGCCAGGAGTACATTACTTCTTTTGGACTTGTTGGTC 1920 



1921 CCTGAAGTCCCAAAAGCACCCCCAACTTTAAAAGCCAGTATTGGTGCTCCTGGCTGCCCC 1980 
152724 CCTGAAGTCCCAAAAGCACCCCCAACTTTAAAAGCCAGTATTGGTGCTCCTGGCTGCCCC 152783 

1981 TCCTGAAGATGCCATATACTTGAGTCACAGTTTGTGAAGAAATTGGGCTGGCCCTACTGA 2040 
1527 84 TCCTGAAGATGCCATATACTTGAGTCACAGTTTGTGAAGAAATTGGGCTGGCCCTACTGA 152843 

2041 CAGCTTCATCTCTATTGGCTAGCTTTCTTAGGAAGGTGCTAAGCATGCTACAGGAGGGCT 2100 
15284 4 CAGCTTCATCTCTATTGGCTAGCTTTCTTAGGAAGGTGCTAAGCATGCTACAGGAGGGCT 152903 



5ACAGAC 



iCAGACAG 2160 



Ja'gacagacagacagacagacagacacagacagacaggagagtagggggtgggga 2220 

III MINI Illlll II Ml' 

• -AGAGAGACAGAC AGACAGACAGACAC AGAC AC-ACAGGAGAGTAGGGGGTGGGGA 153005 

2221 GGGGAGGGGGAGAGGGAGAGAGACCATGAATTCATGCAGGGAGGAAAGAGAAGAGGGAAA 2280 

1 1 1 1 1 1 1 M ii 1 1 1 n 1 1 1 1 ii 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

153006 GGGGAGGGGGAGAGGGAGAGAGACCATGAATT CATGCAGGGAGGAAAGAGAAGAGGGAAA 153065 



I I I I I I I I I I I I I I I I 



2341 GTCTTCACCCTTTACCCTCTAGCCTTCTTCTACGTGCTT' 



I I I I I I I I I 
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153126 GTCTTCACCCTTTACCCTCTAGCCTTCTTCTACGTGCTTTTTTGTTTGTTTGTTTGTTTG 153185 



QY 



?TTGGAGAGAGGTGTGTTTTGGTTTTTTTGAGGCAGAGTTTCTCTGTGTAGCCCT 24 56 



Db 153186 TTTGTTTTGGAGAGAGGTGTGTTTTGGTTTTTTTGAGGCAGAGTTTCTCTGTGTAGCCCT 153245 



2457 GGCTGTCACTCTGTAGACCAGGCTGGCCTCGAACTTTGCCTCCCCAGTGCTGGGATTAAA 

II MINIMI I I I I I I I II UIIIUMI ' 

153246 GGCTGTCACTCTGTAGACCAGGCTGGCCTCGAACTTTGCCTCCCCAGTGCTGGGATTAAA 

2517 AGCGTGTGCCACCACGACTCCAGGCCTTAGAAGCCAGAGACTTGTGGCTCCAGGTGTGCT 
I | || I II I I I I I II II II I I II M M I I 11 I II I M II I I II I I M I II I I I M I II " ' 
153306 AGCGTGTGCCACCACGACTCCAGGCCTTAGAAGCCAGAGACTTGTGGCTCCAGGTGTGCT 

2577 CCCTGCCCCTCCAGGGTCCAACCACAAGCAGCCTGGCACTCTGCATCCTGTGACACTCTC 

i 1 1 1 1 ii 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 n 1 1 1 mim i mi i inn i in 

153366 CCCTGCCCCTCCAGGGTCCAACCACAAGCAGCCTGGCACTCTGCATCCTGTGACACTCTC 

2637 TGCCCTTGAGTGAC-ACAACAACAACAGGCAGCAGCGGTTAGTGTCAGCTAGTATTAGGG 

M | M I II IIIIIIIIIIIIIMIIIIIIM 1 I I I I I I I 1 I i I 1 1 " 

153426 TGCCCTTGAGTGACAACAACAACAACAGGCAGCAGCGGTTAGTGTCAGCTAGTATTAGGG 

2 696 CCCTGGAGAACTTCCCATTGAGACTCTCCACTCCTATCTTACAGTGACCATGAAATTATA 

153486 CCCTGGAGAACTTCCCATTGAGACTCTCCACTCCTATCCTACAGTGACCATGAAATTATA 



27 56 GCTCTGAAGCAGACCTGAAGTATCTACCCTCAGTCCTGAGGGGCGGGCAGCTCCAGTGAC 
15354 6 GCTCTGAAGCAGACCTGAAGTATCTGCCCTCAGTCCTGAGGGGCGGGCAGCTCCAGTGAC 



2816 CCCAGCTCCTCTATT' 



153606 CCCAGCTCCTCTATT' 



2B15 
153605 

'CACTTTTCATAGCCTTCCTCCTTCCAACTCTGG 287 5 

153665 



n CACTTTTCATAGCCTTCCTCCTTCCAACTCTGG 



2876 CTTGTCACCTCTGCCTTCCGACACTGCCCTTCCCCACTGGGCCTCAGGAGCTGCTGGTGG 2935 
153666 CTTGTCACCTCTGCCTTCCGACACTGCCCTTCCCCACTGGGCCTCAGGAGCTGCTGGTGG 153725 

2936 TTGCTCTCCCGAGCCTTCAGGGATCTTCTTTGACATAGCGGATTGTTCCCACTATTGTTT 2995 

153726 TTGTTCTCCCGACCCTTCAGGGATCTTCTTTGACATAGCTGGTTGTTCCCACTATTGTTT 1537 85 

2996 CTAGCTAAGCTGGATGTATCCATGATAAAGATCACACGCAGGCAAGGAAAGACCATTCGG 3055 
I I M I II M II II I II I II I II II II II I II I I I I I I I I II II I II M 1 II I I I I M II I 
153786 CTAGCTAAGCTGGATGTATCCATGATAAAGATCACACGCAGGCAAGGAAAGACCATTCGG 153845 

3056 GGAATCCTTTTTATTAGACCTAATGTCGCAATACCATGGACACAACGTGAAAAGTAGCCG 3115 

I I I II II I II II II I I II I I M I II I II I I I I I II M I I I I M II M M M I I I M 

15384 6 GGAATCCTTTTTATTAGACCTAATGTCGCAATACCATGGACACAACGTGAAAAGTAGCCG 153905 

3116 AACCCCCAATTTATATAGCCCGGAGAAAGGCATGGTAAGGATGCATCATGTAAGTGAAGA 3175 

I I I I II I I M I I I II M 

153906 AACCCCCAATTTATATAGCCCGGAGAAAGGCATGGTAAGGATGCATCATGTAAGTGAAGA 153965 

317 6 ATTGTATTTGCCCCGATCCCAGCACAGCCTCCAGTTCCACGGCCCTGGCCTCTTACTGCT 3235 
I II I I I I II I I I I I I I I II I II I I I II I M II I I II I I I I I II I I II II II M I I I I I I I 

153966 ATTGTATTTGCCCCGATCCCAGCACAGCCTCCAGTTCCACGGCCCTGGCCTCTTACTGCT 154 025 

3236 TCCCCTCCTGCTGTAAATGAGAAGAGCTTCCAGGTCATCTAATAGCCACCAAATCCTATC 3295 

III II I I I II I I M I II II I II I I I II I I II I I II II 

154026 TCCCCTCCTGCTGTAAATGAGAAGAGCTTCCAGGTCATCTAATAGCCACCAAATCCTATC 154085 

32 96 TTGCTGAAGATACTGTCTTCCAAAGCTGGCAAGGGATGTCTGCAGTGATGGTCACGGCTG 3355 



II I II I II I I I I I II I I 



I I II I I I II II I I I 



154086 TTGCTGAAGATACTGTCTTCCAAAGCTGGCAAGGGATGTCTGCAGTGATGGTCACGGCTG 154145 

3356 GAATCAAGGCCTTCTGGATCCGGAGTCTTTGCTTCAGTTGCCGTTATCCATTCAGCTGGT 3415 

Mill Illllll MIIIMIII IMIIIIIIIIIIIII 

154146 GAATCAAGGCCTTCTGGATCCGGAGTCTTTGCTTCAGTTGCCGTTATCCATTCAGCTGGT 154205 

3 416 GTGTGTCACCGGGCTTTTAAGTGTACAGAGCAGGATGCTGTTTAATATCCTCCCAGCTCC 34 75 



2516 
153305 



153545 
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10|09j|17H($)2 3lf55# lliPANITCH 1§:M?MI^- (I) R : 8 1 7 P. 16/22 

17/66 ^— v 



in mi in mi i i iiiiininiii 

154206 GTGTGTCACCGGGCTTTTAAGTGTACAGAGCAGGGTGCTGTTTAATATCCTCCCAGCTCC 154265 

3476 AAGCTGCCAAGCTTAAGGGAACAGTCTGTCGGATAGACTCTATCCATTGCTGCTCATAGG 3535 

154266 AAGCTGCCAAGCTTAAGGGAACAGTCTGTCGGATAGACTCTATCCATTGCTGCTCATAGG 154325 

3536 TCTCACCAACCCTCTCTTGGGAGTTTTGCTCACTCATAGAAACTAACATTTTCAACAGTG 3595 



Qy 3596 TTTAACAATGCTCCATCCTGCCCCAGCACCGTAGGTCGCTTAGTCTCTGGCTCAGCCCTA 3655 

I II I I II I I I I I I I I I II I I I I I I I I II I I II I I I I I I I I I I I I 

Db 154386 TTTAACAATGCTCCATCCTGCCCCAGCACCGTAGGTCGCTTAGTCTCTGGCTCAGCCCTA 154445 

Qy 3656 GCTAGTGGTAACCTAACCATCCCTGCAACAAGGCAAGGAGTTCTGCCCGGCACTTATGAT 3715 

i mi inn i ii 1 1 iniin nun ii i mi 1 1 in in 

Db 15444 6 GCTAGTGGTAACCTAACCATCCCTGCAACAAGGCAAGGAGTTCTGCCCGGCACTTATGAT .154 505 

Qy 3716 AGGCAGCCAGGGTACCAATACTTGCCACAGGAGGCAGTATTTACGGTAACCGGAGCAGTC 3775 

I'ln iimn n i n ii inn mil 

Db 154506 AGGCAGCCAGGGTACCAATACTTGCCACAGGAGGCAGTATTTACGGTAACCGGAGCAGTC 154565 

Qy 3776 TGCGCGGCGGTTTTACGGTAAGGGGGGGGGGGGGGGCGGGCTGGCCAAGGCCCTTGGTCA 3835 

1 1 1 1 1 1 n ii 1 1 1 n n i n 1 1 1 1 1 1 1 1 1 1 iii m 1 1 n iii 1 1 1 1 n 1 1 1 1 1 1 n n i 

Db 154566 TGCGCGGCGGTTTTACGGTAAGGGGGGGGGGGGGGGCGGGCTGGCCAAGGCCCTTGGTCA 154625 

Qy 3836 GCTCCGCCTGCTTGGGGCGCTCTCAGGTGCGAGCTC 3871 

I I II III I I II I I II I I II I I I I I 

Db 154626 GCTCCGCCTGCTTGGGGCGCTCTCAGGTGCGAGCTC 154661 

RESULT 4 
AC140336/C 

LOCUS AC140336 186205 bp DNA linear ROD 15-MAY-2004 

DEFINITION Mus musculus BAC clone RP24-266F17 from chromosome 18, complete 

sequence. 
ACCESSION AC140336 
VERSION AC140336.2 GI: 45544824 

KEYWORDS HTG . 

SOURCE Mus mus cuius (house mouse) 

ORGANISM Mus musculus 
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Sciurognathi; Muroidea; Muridae; Murinae; Mus. 
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REFERENCE 3 (bases 1 to 186205) 
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